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Fig. 1 



CGCCGCAGCCGCCGGCGCTGTGGAGATATTCTCTMGCCGCTTTCATCftTGGGAGAAATAGAGCAGAGGCCGACCCCA 
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TTGGAAGGTGGACAGAAGCCGCCCCCAACACCTTCAGGAAAACTCGTGTCCATCAAAATCCAGATGCTGGATGACACCCAGGAGGCATTTGAAGTTCCACAAAGAGCTCCTGGGAAGGTG 
L ER GQKPPPTPSGKLVSIKIQHLDDTQEAFEVPQRAPGKV 

CTGCTGGATGCAGTTTGCMCCACCTCAACCTCGTGGAAGGTGACTATTTTGGCCTCGAGTTTCCTGATCACAAAAAGATCACGGTGTGGCTGGATCTCCTAAAACCCATTGTGAM 
LLP A V CNHLNLVEGOYFGLEFPOHKKITVWLOLLKPIVKQ 

ATTAGAAGGCCAAAGCACGTTGTTGTTAAGTTTGTGGTGAMTTCTTTCCGCCTGACCACAW 
I R R P KHVVVKF VVKFF PPOHTQLQEELTRY LF ALQVKQDL 

GCTCAAGGCAGGTTGACGTGTAATGACACCAGCGCAGCTCTCTTGATTTCACACATTGTGCMTCTGAGATTGGGGATTTTGATGAAGCCTTGGACAGAGAGCACTTAGCAAAAA^ 
A Q G RLTCNOTSAALLI" SHIVQSEIGDFOEALDREHLAKNK 

TACATACCTCAGCAAGACGCACTAGAGGACAAAATCGTGGAATTTCACCATAACCACATTGGACAAACACCAGCAGAATCAGATTTCCAGCTCCTAGAGATTGCCCGTCGGCTAGAGATG 
YIPQQDALEOKIVEFHHNHIGQTPAESDFQLLEIARRLEM 

TATGGAATCCGGTTGCACCCGGCCAAGGACAGGGAAGGCACGAAGATCMTCTGGCCGTTGCCMCACGGGAAnCTAGTGTTTCAGGGTTTCACTAAGATCAATGCCTTCWCTGGG 
Y G I RLHPAKDREGTKINLAVANTGILVFQGFTKINAFNWA 

AAGGTGCGGAAGCTGAGCTTCAAGAGGAAGCGCTTTCTCATCAAGCTCCGGCCAGATGCCAATAGTGCGTACCAGGATACCTTGGAATTCCTGATGGCCAGTCGGGATTTCTGCAAGTCC 
K V R KLSFKRKRFLIKLRPOANSAYQDTLEFLMASRDFCKS 

TTCTGGAAAATCTGTGTTGAACATCATGCCTTCTTTAGACTTTTTGAAGAGCCCAM 
F S K I CVEHHAFFRLFEEPKPKPKPVLFSRGSSF R F S G R T Q 



AAGCAGGTTCTCGACTATGTTAAAGAAGGAGGACATAAGAAGGTGCAGTTTGAAAGGAAGCACAGCAAGATTCATTCTATCCGGAGCCTT SCTTCACAGCCTACAGAACTGAATTCGGAA 



K QVLOYVKEGG HKK VQFERKHSKIHSIRSL 



ASQPTELNSE 

GTGCTGGAGCAGTCTCAGCAGAGCACCAGCCTTACATTTGGAGAAGGTGCCGAATCTCCAGGGGGCCAGAGCTGCCGGCGAGGAAAGGAACCGAAGGTTTCCGCCGGGGAGCCGGGGTCG 
VLEQSQQSTSLTFGEGAESPGGQSCRRGKEPKVSAGEPGS 

CACCCGAGCCCTGCGCCGAGGAGAAGCCCCGCGGGTAACAAGCAGGCGGACGGAGCCGCCTCGGCGCCCACGGAGGAAGAGGAGGAGGTCGTTAAGGATAGGACCCAGCAGAGTAAACCT 
HPS PAPRRSPAGNKQADGAASAPTEEEEEVVKDRTQQSKP 

CAGCCCCCGCAGCCAAGCACAGGCTCCCTGACTGGCAGTCCTCACCTTTCCGAGCTGTCTGTGAACTCGCAGGGGGGAGTGGCCCCTGCCAACGTGACCTTGTCTCCCAACCTGAGCCCC 
Q PPQPSTGSLTGSPHLSELSVNSQGGVAPANVTLSJNLSP 

GACACCAAGCAGGCCTCTCCCTTGATCAGCCCGCTGCTGAATGACCAGGCCTGCCCCCGGACGGACGATGAGGATGAGGGCCGGAGGAAGAGATTCCCAACTGATAAAGCGTACTTCATA 
DTKQASPLISPLLNDQACPRTDDEDEGRRKRFPTDKAYF I 

GCTAAGGAAGTGTCTACCACCGAGCGAACATATCTGAAGGATCTCGAAGTTATCACnCGTGGmCAGAGCACAGTGAGCAMGAGGACGCCATGCCGGAAGCACTGAAAAGTCTCATA 
A T £ VSTTERTYLKOLEVITSWFQSTVSKEDAMPEALKSLI 

TTCCCGAATTTTGAACCTTTGCACAAATTTCATACTAATTTTCTCAAGGAAAH 
F P NFEPLHKFHTNFLKE IEQRLALWEGRSHAQ IROYQRIG 

GATGTCATGCTGAAGAACATTCAGGGCATGAAGCACCTGGCGGCTCACCTGTGGAAGCACAGCGAGGCCTTGGAGGCCCTGGAGAATGGAATCAAGAGCTCCCGGCGGCTGGAGAACTTC 
D V HLKNIQGM, KHLAAHLWKHSEALEALENGIKSSRRLENF 

TGCAGAGACTTTGAGCTGCAGAAGGTGTGTTACCTACCGCTCAACACCTTCCTCCTGCGGCCACTGCACCGGCTCATGCACTACAAGCAGGTCCTGGAGCGGCTGTGCAAACACCACCCG 
C RDFELQKVCYLPLNTFLLRPLHRLHHYKQVLERLCKHHP 

CCGAGCCACGCCGACTTCAGGGACTGCCGAGCCGCTTTGGCAGAGATCACGGAGATGGTGGCACAGCTCCACGGTACGATGATCAAGATGGAGAATTTCCAGAAGCTGCACGAACTCAAG 
PSHAOFRDCRAALAEITEMVAQLHGTMIKMENF Q K L H £ L K 

AAAGATTTGATTGGCATTGACAATCTTGTGGTTCCGGGAAGGGAGTTCATCCGK 
KOLIGIONLVVPGREFIRL GSLSKLSGKGLQQRMFFLFND 



GTCCTGCTATACACGAGCCGGGGGCTGACGGCCTCCAATCAGTTTAAAGTCCACGGGCAGCTCCCGCTCTATGGCATGACGATTGAGGAGAGCGAAGACGAGTGGGGGGTGCCCCACTGC 
VLLYTSRGLTASHQFKVHGQ LPLYGMTIEESEDEWGVPHC 



CTGACCCTCCGGGGCCAGCGGCAGTCCATCATCGTGGCCGCCAGTTCTCGGTCCGAGATGGAGAAGTGGGTTGAGGACATCCAGATGGCCATTGACCTGGCGGAGAAGAGCAGCAGCCCC 
LTLRGQROS I I VAASSRSEMEKWVEO IQMAIDL A E K S S S P 

GCCCCTGAGTTCCTGGCCAGCAGCCCCCCTGACAACAAGTCCCCTGATGAAGCCACCGCGGCTGACCAGGAGTCAGAGGATGACCTGAGCGCCTCGCGCACATCGCTGGAGCGCCAGGCC 
APEFLASSPPONKSPDEATAAOQESEDDLSASRTSLERQA 

CCGCACCGCGGCAACACAATGGTGCACGTGTGCTGGCACCGCAACACCAGCGTCTCCATGGTGGACTTCAGCATCGCAGTGGAGAATCAGTTGTCTGGAW 
PHRG.NTMVHVCWHRNTSVSMVDFSIAVENQLSGNLLRKFK 

AACAGCAACGGGTGGCAGAAGCTGTGGGTGGTGTTCACAAACTTCTGCCTGTTCTTCTACAAATCACACCAGGACAATCATCCCCTTGCCAGCCTGCCTCTGCTCGGCTACTCGCTCACC 
KSNGWQKLWVVFTNFCLFFYKSHQONHPLASLPLLGYSLT 

ATCCCCTCTGAGTCCGAGAACATCCAGAAAGACTACGTGTTCAAGCTGCACTTCAAGTCCCACGTCTACTACTTCAGGGCGGAAAGCGAGTACACGTTCGAAAGGTGGATGGAAGTGATC 
IPSESENIQKDYVFKLHFKSHVYYFRAESEYTFERWMEVI 

CGCAGTGCCACCAGCTCTGCCTCGCGACCCCACGTGTTGAGCCACAAAGAGTCTCTTGTGTATTGATGGCCGGACACACTCGTTTCCGCAGTGGCTGCTTTCCTGGAAGACGTTTCCTTT 
RSATSSASRPHVLSHKESLVY* 

CTTCTGTATTAATGAAGCCTGGTAAAATTAACACCTGTCTGAAAATCAAAAACATGGCTTCCCAGCAGCTCTCCTGTCTCCACAGCCGCGTTTTTTAACCCCGACCTCTCAGCGTTTGAA 
TGAACAGCGCTCCCACCTCCAGTCCTGGCATCCGCTGGGGGCGCTGTTCTTTAGCTAGTGCCAGTATJAAAACATTGTCATT 
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Fig. 6 




a 

m 
m 
m 
yj 

m 



type II collagen aggrecan CMP GAPDH 



cAMP - + - + 



DEC1 CDEP 



o 
m 
m 
m 
a 
s 



CGS 98-04 



09/555342 



Fig. 7 
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Fig.11A 




Fig.11B 
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